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An increasing number of studies have confirmed that space flight environments can have a significant effect on a variety of mi- 
crobial properties. To explore the effect of these environments on Staphylococcus aureus^ we present the draft genome sequence 
of an S. aureus strain, named LCT-SA67, which was isolated after space flight. 


Received 25 January 201 4 Accepted 29 January 2014 Published 20 February 2014 

Citation Wang J, Li Y, Guo J, Zhang X, Guo Y, Chang D, Li T, Xu G, Dai W, Liu C. 2014. Genome sequence o\ Staphylococcus aureus strain LCT-SA67, a space flight strain with 
altered carbon source utilization properties. Genome Announc. 2(1):e00095-14. doi:10.1 128/genomeA.00095-14. 

Copyright © 2014 Wang et al.This is an open-access article distributed under the terms of the Creative Commons Attribution 3.0 Unported license. 
Address correspondence to Changting Liu, liuchangt@gmail.com. 


A Staphylococcus aureus strain originated from the China Gen- 
eral Microbiological Culture Collection Center (CGMCC) 
and was labeled CGMCC 1.2386. To determine the response of 
S. aureus to space flight environments, this strain was loaded onto 
the Shenzhou VIII spacecraft, which flew in space from 1 to 17 No- 
vember 2011, for a total of 398 h (1). After the Shenzhou VIII 
spacecraft landed, an S. aureus isolate named LCT-SA67 was se- 
lected according to Biolog's powerftil carbon source utilization 
technology. The strain was sequenced at the Beijing Genomics 
Institute (BGI) (Shenzhen, China) using a HiSeq 2000 platform 
(Illumina, San Diego, CA). 

Genomic DNA isolated from S. aureus LCT-SA67 was used to 
construct small- fragment (with 350-bp inserts) and large- 
fragment (with 6,000-bp inserts) randomized sequencing librar- 
ies. Using SOAP (i^novo (http://soap.genomics.org.cn/), 310 Mb of 
filtered high-quality reads from the small fragment library were 
assembled into 58 contigs, and the contigs were assembled into 5 
scaffolds based on 120 Mb of paired-end information from the 
large fragment library. The draft genome of strain LCT-SA67 was 
estimated to be approximately 2.8 Mb, with a G+C content of 
32.71%. There are 2,599 predicted open reading frames, with a 
total length of 2,337,468 bp, resulting in a coding intensity of 
83.72%. The results of COG annotation analysis demonstrated 
that more genes were predicted to have roles in amino acid trans- 
port and metabolism than in the other 20 functional categories. 


KEGG annotation determined that there are 344, 289, and 268 
genes involved in the pathways of membrane transport, carbohy- 
drate metabolism, and amino acid metabolism, respectively, 
which are the three main classification categories. The predicted 
genes of S. aureus LCT-SA67 were ascribed to 32 GO functional 
categories, and we also completed Swiss-Prot annotation. The ge- 
nome contains 4 rRNA operons and 43 tRNA sequences. In addi- 
tion, 129 tandem repeats, 93 minisatellite DNA sequences, and 5 
microsatellite DNA sequences were identified. 

Nucleotide sequence accession number. This whole -genome 
shotgun project of S. aureus LCT-SA67 has been deposited at 
DDBJ/EMBL/GenBank under the accession no. ATKOOOOOOOOO. 
The version described in this paper is the first version. 
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